Background and Objectives：The common methods of genetic association analysis are sensitive to population stratification, which may easily lead to a spurious association result. We used a regression approach based for linkage disequilibrium to perform a high resolution genetic association analysis. Subjects and Methods：We applied a regression approach that can increase the resolution of quantitative traits that are related with cardiovascular diseases. The population data was composed of 543 males and 876 females without cardiovascular diseases, and it was obtained from a cardiovascular genome center. We used information about linkage disequilibrium between the marker and trait locus, and we added the covariates to model their effects. Results：We found that this regression approach has the merit of analyzing genetic association based on linkage disequilibrium. In the analysis of the male group, the total cholesterol was significantly in linkage disequilibrium with CETP3 (p=0.002), and triglyceride was significantly in linkage disequilibrium with ACE8 (p=0.037), APOA1-1 (p=0.031), APOA5-1 (p=0.001), APOA5-2 (p=0.001) and LIPC4 (p=0.022). HDL-cholesterol was significantly in linkage disequilibrium with ACE7 (p= 0.002), ACE8 (p=0.008), ACE10 (p=0.003), APOA5-2 (p=0.022), and MTP1 (p=0.001). In the female group, total cholesterol was significantly associated with APOA5-1 (p=0.020), APOA5-2 (p=0.001), and LIPC1 (p= 0.016), and triglyceride was significantly associated with APOA5-1 (p=0.009), APOA5-2 (p=0.001), and CETP5 (p=0.049). LDL-cholesterol was significantly associated with APOA5-2 (p=0.004), and HDL-cholesterol was significantly associated with LIPC1 (p=0.004). Conclusion：We used a regression-based method to perform high resolution linkage disequilibrium analysis of a quantitative trait locus that's associated with lipid profiles. This method of using a single marker, as applied in this paper, was well suited for analysis of genetic association. Because of the simplicity, the method can also be easily performed by routine statistical analysis software. (Korean Circulation J 2006;36:688-694) KEY WORDS：Quantitative trait locus；Association；Linkage disequilibrium；Lipids. 서 론 질병과 관련된 양적 형질(quantitative trait)의 유전적 관 련성(association)을 분석하기 위한 통계학적 방법들은 인구 집단을 통해 특정한 표식유전자(marker)에서의 유전형(genotype)과 양적 형질간의 관련성을 검정함으로써 그 결과를 전 논문접수일：2006년 7월 18일 수정논문접수일：2006년 9월 11일 심사완료일：2006년 9월 21일 교신저자：송기준, 120-752 서울 서대문구 신촌동 134 연세대학교 의과대학 의학통계학교실 전화：(02) 2228-2497·전송：(02) 364-8037·E-mail：biostat@yumc.yonsei.ac.kr Kijun Song, et al：Linkage Disequilibrium Analysis for Lipid Profiles·689

